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<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide designed to act as primer for amplifying human 
SAP promoter. 

<400> 3 

actgagtaga agtagcagaa 20 
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<211> 20 
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<213> Artificial Sequence 
<220> 

<223> Oligonucleotide designed to act as primer for amplifying human 
SAP promoter. 

<400> 4 

cagcggcttg ttcatattcc 20 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide designed to act as primer for amplifying rabbit 
beta-globin enhancer. 
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tcctaggtga gaacttcagg gtgagtttg 29 
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<223> Oligonucleotide designed to act as primer for amplifying rabbit 
beta-globin enhancer. 
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<223> Oligonucleotide designed to act as primer for amplifying human 
PPAR-alpha cDNA fragment. 
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